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 Large part of the genome is transcribed as ncRNAs

 NcRNAs play a regulatory role in gene expression

 Implicate in many pathological mechanisms,

including developmental and neurological disorders

 Highly abundant in the brain

 Role in neurodevelopment, maturation and synapsis

plasticity and formation

Modeling Rett syndrome in a dish

Non-coding RNAs in Rett syndrome



Siqueira et al., Mol Ther - Nucleic Acids 2021

Non-coding RNAs in Rett syndrome



NEAT1 dysregulation in Rett syndrome
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 NEAT1 is dynamic dysregulated in RTT’s cellular models and in patients’ samples 

Unpublished data 
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 MECP2 restores NEAT1 expression
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 Protein accumulation, autophagy impairment

 MECP2 restores NEAT1 expression
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Thank you! Merci!

Contact:

sguil@carrerasresearch.org

@GroupGuil

 Mitochondria dysfunction
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 NEAT1 recovery improves RTT cellular phenotype  Mitochondria dysfunction
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Neuron reconstruction

WT MeCP2-KO 

NEAT1 recovery



Thank you! Merci!

Contact:

sguil@carrerasresearch.org

@GroupGuil

We are 

hiring!

 NEAT1 recovery improves RTT cellular phenotype  Mitochondria dysfunction
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Neuron reconstruction

WT MeCP2-KO 

NEAT1 recovery


